The title dimethyl sulfoxide (DMSO) solvate, C 17 H 18 N 4 O 3 Á-C 2 H 6 OS, shows the disubstituted urea derivative to adopt an almost planar geometry (r.m.s. deviation for non-H atoms = 0.132 Å ); the molecule has non-crystallographic twofold molecular symmetry. This conformation is stabilized by two intramolecular O-HÁ Á ÁN hydrogen bonds. The components of the crystal are connected by N-HÁ Á ÁO hydrogen bonds, whereby both amine H atoms are connected to a DMSO O atom, and C-HÁ Á ÁO contacts involving the DMSO H and urea carbonyl atoms, forming a supramolecular chain along the c axis. The chains associate via C-HÁ Á Á interactions. Table 1 Hydrogen-bond geometry (Å , ). 
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Comment
The title compound, (I), was prepared as a part of on-going studies into the biological activity of organotin compounds (Gielen & Tiekink, 2005; Affan et al., 2009) . Crystals of (I) comprise equal quantities of a disubstituted urea molecule and a solvent dimethyl sulfoxide molecule, Fig. 1 . The urea derivative, which has molecular twofold symmetry (non-crystallographic), is essentially planar as seen in the r.m.s. value of 0.132 Å for all non-H atoms. The arrangement is stabilized by two internal O-H···N hydrogen bonds, Table 1.
In the crystal structure, the two amine-H atoms form hydrogen bonds to the DMSO-O atom to generate a supramolecular dimer, Table 1 . The dimers thus formed are connected into a supramolecular chain along the c axis via C-H···O contacts involving the carbonyl-O4 atoms and DMSO-H atoms, Table 1 and Fig. 2 . The chains are connected by C-H···π contacts to consolidate the crystal structure, Table 1 155.59, 151.98, 130.71, 128.06, 118.77, 117 .09 (12 C, benzene ring), 13.16 (2 C, CH 3 ) p.p.m. Crystals for the diffraction study were obtained from a dimethyl sulfoxide solution of (I).
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.95-0.98 Å) and were included in the refinement in the riding model approximation with U iso (H) set to 1.2-1.5U eq (C). The O-and N-bound H-atoms were located in a difference Fourier map and were refined with O-H and N-H restraints of 0.840±0.001 Å and 0.880±0.001 Å, respectively, and with U iso (H) = 1.2U eq (N) and 1.5U eq (O).
supplementary materials sup-2 Figures   Fig. 1 . Molecular structures of the molecules comprising the asymmetric unit in (I) showing atom-labelling scheme and displacement ellipsoids at the 70% probability level. 4 restraints Extinction correction: none Primary atom site location: structure-invariant direct methods
Special details
Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell s.u.'s is used for estimating s.u.'s involving l.s. planes. 
Refinement. Refinement of

